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FIG. 1 
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PI 


(1132 


-1151) 


5' 


-TCCGGCATGTGCAAGGCCGG- 3 ' 


P2 


(1474 


-1454) 


5' 


-CTCCATGTCGTCCCAGTTGG-3 ' 


P3 


{1453 


-1484) 


5' 


ACCAACTGGGACGACATGGAGAAGATCTGGC 3' 


P4 


(2063 


-2034) 


5' 


TACATGGCNGGGGTGTTAAAGGTCTCAAAC 3' 


P5 


(2434 


-2463) 


5' 


TGCCCTCAGGCCCTCTTCCAGCCTTCCTTC 3' 


P6 


(2681 


-2643) 


5' 


GGGTACATGGTGG7GCCGCCAGACAGCACNGTGTTGGC 3 ' 


P7 


(2643 


-2681) 


5' 


GCCAACACNGTGCTGTCTGGCGGCACCACCATGTACCC 3' 


P8 


(2952 


-2932) 


5' 


TCGTACTCCTGCTTGCTGATCCACATCTG 3' 


FIG. 2 
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Kono sapiens 



WltPJUfCpSI^'CMCCXOS YVCDEAOiKSC I LTL W 

p tiv/rrs i vcn j» jutcjsvKvct^tQK cm *vc oeaosrsgi ltl r j 




Kiao 2 



Exon3 



Co aU|;Ut/9M9K«^gLCAu:-Aa[ 



Intro a II 



1 m ft ift • a • ft » • a . L • • * * uii 





//j lotion U 

tjtagqggagi.tggctgggt:ggggc.\gcf:f:rj3gyagngggni3ggci9g;^aggqt;QcclLcLcLgca 
caggagcutct:<;ggt.ttt:nggggtgggctgr:gcc:t:gtgctcagggcrt:tcttgtcctttct:tt:cccaq 

Mtu fntroa B 

gtaagtgarctgtt;ggcocttr.gggogtflDgpctggggttttcttggggoit:gat.g<>cggtgr:taagaagtjcti3Utc 
ccctccacag 

CV lutroa B 

goiaanuiaLLaaiacaLLcyatgaUaaaiuoigcgUiclalLtcagga 
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5-fl 



Biological DNA extraction PCR 
sample 




bamlA (371 bp) 



bandB (304bp) 



i Piinficationj L^e^jt e n ci n ^ 



DNA-A 



DNA-B 



Database 



Identification; 
of the species 



FIG. 4 
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KXPF.R1MF.NTAI, DNA SKgiJRNCKS 
Wrcgron 

Sequence 1: expDNAa 371 bp 
Sequence ?.: expDNAb 304 bp 



DATABANK 



Sequence 
Sequence 
Sequence 
Sequence 
Sequence 
Sequence 
Sequence 
Sequence 
Soquonco 
Sequence 
Sequence 



3: Ci-DB 432 bp 
4: Us-DB 354 bp 
5: Oa-OB 371 bp 
0: Cf-DB 336 bp 
7: Hs-G 343 bp 
8: Ec-OB 304 bp 
9: Oc-D9 409 bp 
10: Rn-PB 298 bp 
11: Mm-D8 298 bp 
l2:Dm-DB2Vlbp 
13:Ce-DB 259 bp 



T 



Sequences (1:3) Aligned. Score: 61 Sequences (2:3) Aligned. Score: 88 

Sequences (1:4) Aligned. Score: 79 Sequences (2:4) Aligned. Scoro: 81 

Scquencea (1:5) Align ed Score: 100 Sequences (2:5) Aligned. Score: 84 

Sequonces (1:6) Aligned, Score: 87 Sequences (2:6) Aligned. Score: 81 

Soquoncos (1:7) Aligned. Scoro: 81 Sequences (2:7) Aligned. Score: 85 

Sequence* (1:8) Allgnod. Score: 84 Seq uences ABnned. Score: 10 0 

Sequences (1:0) Aligned. Score: 80 Soquoncos (2:9) Aligned. Score: 81 

Sequences (1:10) Aligned. Scoro: 88 Sequences (2:10) Aligned. Score: 78 

Sequences (1:11) ADgned. Score: 86 Sequences (2:1 1) Aligned. Score: 77 

Sequences (1:12) ACgned. Score: 55 Sequonces (2:12) Aligned. Score: 81 

Sequences (1:13) Aligned. Score: 40 Sequences (2:13) ACgned. Score: 75 



FIG. 5 



1 


RESULT! 






Soquonco 1: 


oxpDNAa 


■ (100%equivseq b) Ovis arias 


Sequence 2: 


GxpDNAb 


= (I00%equhrsoq8) Equus caballus 
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exon2 \y exon3 




<jt Aqijcgy^q 9 uc ttqctc t.g« ca tijggi; tQgCg t*g* ^gircottcwecggg *g *gg t tc t.c togTOOMOOff^tgctttggctttcggggtgcggtoyg 
tgccccgjggtccgtgtcjtgtctcctgcectecctccfig K^^^^^^^m 



g t AAggcccc* acc tgg <jgy tc tggcl tagtgg g Lg; 9 tec tgggetccfccg gaa ct gy cc gj) i?*J"T**5 * * W * 99 cc tt c ttgg 1 1 ttcggcggggg fg 
gggtccaCflgg^cttggccAg/igctflAyiggcgcc tccugct cc tctccccgcmg JET 



0 togggog oogg cc teg eg tyj tjj 
ctcqccc-tccctccgcayK 



fl»CfOT?oa ggggg agggectggrat tegget ttoggggt gg 0 cctot ggggece ogy gcucy c gc twig ggege 



g UiQggy ngc tgg cLgggtgg gg« agvcucvggagv 
tfCr^gLgClcAgggv LLctlg tOctttCuttccong 



gy«OT^ytgcttuu-tgcnc<ig^!;ctu<;cttgtttccfffrn«ftgg<rctgo 



yUiU^ggcUtgLgcAagUr^gcigcUtgct^Lcgac^iiguc^^ | 



g tgnggc-ggggg tcwukgtgg ggagggee t gggggtgg *gc c tcccutcggaa gOygg^ggg tcct^nCgOTg4g<W8C*^l99a9^rfl*9^2M5Wf«ff5 _ 
cwCf^tggsgggga'JctggragtggAgcgggcc^ggggteucggtglgagyMjgfgtv B' ' 



9 tg.i ccct tUc tt t$gg «g tgg e*gecc taggg VttU,ttg<fijggCC9fl t.gccagtgctg*gA*c^ttgtr.r.tectccgeftg 
gcgAcocgLCAC^ctggg^grggcaAgnocggggttttottggggALcgflCgccggtgctdagodggccgtcccoctocac^ig j 



FIG. 6 
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